INTRODUCTION:
Short tandem repeat (STR) form approximately 3% of the total human genome and occur on average in every 10,000 nucleotides [15] . STRs remained the mainstays in most of the forensic laboratories in the world for the last two decades, as these markers provide high statistical capability of discrimination and individualization [6] and thus established as widely used genetic markers for individual identity and paternity testing in forensic applications [9] . It is suitable for analyzing degraded, outmoded, and minute amounts of human DNA samples [10, 2] . The usefulness of genetic markers for identity testing and paternity analysis is based on known allele frequencies for the genetic markers analyzed. With the growing number of laboratories, which use STR markers, more and more population data are reported from all over the world. It is well described the importance of knowing the allele distribution of the genetic markers used in forensic laboratories, in the population they will be applied [1] . Diversity of STR loci in some Nepalese population is available in the literature (13, 17, 20) . The present study describes the allele frequencies for 15 short tandem repeat (STR) loci and statistical parameters of forensic interest from a sample of 233 individuals undergoing paternity testing from different regions of Nepal.
MATERIALS AND METHODOLOGY:
1.Samples: A total of 233 unrelated (as stated in their identification form) Nepalese individuals casework samples received in National Forensic Science Laboratory, Nepal from different court, immigration purpose and personal concern for the meaning of DNA based paternity issues were taken as the source of the study samples. These samples are represents from the different districts ( Fig. 1) D8S1179, D21S11, D7S820, CSF1PO, D3S1358,  THO1, D13S317, D16S539, D2S1338, D19S433 , vWA, TPOX, D18S51, D5S818 and FGA) with amelogenin marker for gender determination. The standard protocol was followed for DNA purification, PCR amplification and Genotype determination [11] .
3.Data analysis:
The Statistical parameters of population genetics and forensic utility of these markers was evaluated by calculating the allele frequencies, Matching probability (MP), polymorphism information content (PIC), Typical paternity index (TPI), power of discrimination (PD), and power of exclusion (PE) using PowerStats software v. 1.2 (Promega Corporation, USA) [18] . The population's genetic structure deviation from Hardy-Weinberg equilibrium (p), observed heterozygosity (Ho) and expected heterozygosity (He) was calculated using methods implemented in the Arlequin V3.5 software [8] 
RESULTS AND DISCUSSION:
The observed allele frequencies and statistical parameters based on the 15 STR loci in Nepalese population are summarized in Table 1 . A total of 161 alleles at these 15 STR loci were found with corresponding allelic frequencies ranging from 0.0021 to 0.4077 in the Nepalese population. The number of alleles varied from 6 (THO1, TPOX and D5S818) to 17 (D21S11, D18S51 and FGA). A new allele (allele 10.1 of D7S820 locus) that was not included in the allelic ladder provided in AmpF-!STR ® Identifiler ® kit was observed. These 15 STR markers are found to be highly polymorphic in the populations. 4,40377E+17) respectively. The high value of combined matching probability of 15 STR loci examined in the present work, specifically designed for population genetics studies, also turned out to be suitable for general forensic applications. The comparison of our results within some Nepalese and other populations of Asia at the same loci are mentioned in Table 2 .
Previous studies (4, 7) suggested that 100-150 tested individuals per population strength likelihood calculation. Collecting information from more samples usually adds to the precision of the obtained results (3) and considering the size of recent Nepalese population, the total number of unrelated individuals (n = 233) tested in this case is adequate for reliable estimation of the frequencies of major alleles for any DNA locus.
CONCLUSION:
The allele frequencies presented for the 15 STRs included in this study will be a useful tool for forensic identification and parentage testing in the Nepalese population.
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